Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.008 Å; R factor = 0.046; wR factor = 0.111; data-to-parameter ratio = 14.9.
The title complex, [ZnBr 2 (C 5 H 5 N 3 O) 2 ], shows crystallographic mirror symmetry with the Zn atom and the two bromine ligands located on the mirror plane. The Zn atom is four-coordinated in a distorted tetrahedral fashion by two N atoms from two pyrazine-2-carboxamide ligands and two Br atoms. Only one of the amino H atoms is involved in an N-HÁ Á ÁO hydrogen bond. The crystal packing is further stabilized by weak N-HÁ Á ÁN and C-HÁ Á ÁO interactions. 
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Experimental
Crystal data [ZnBr 2 (C 5 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. (Pacigova et al., 2008) , manganese (Abu-Youssef et al., 2006) and copper (Kristiansson, 2002; Munakata et al., 1997; Goher & Mautner, 2000) .
The asymmetric unit of the title compound, ( 
A solution of pyrazine-2-carboxamide (0.25 g, 2.0 mmol) in methanol (10 ml) was added to a solution of ZnBr 2 (0.23 g, 1.0 mmol) in methanol (10 ml) and the resulting colourless solution was stirred for 15 min at room temperature. This solution was left to evaporate slowly at room temperature. After one week, colourless block shaped crystals of the title compound were isolated (yield 0.38 g, 80.6%).
Refinement
All H atoms were positioned geometrically, with C-H = 0.93 Å and N-H = 0.86 Å and constrained to ride on their parent atoms, with U iso (H)=1.2U eq (C,N).
Computing details
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT (Bruker, 2007);  program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
